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and sublingual gland swelling (54.1%, 37.3%, 31.2% and
29.5% respectively). Direct contact with secretion or saliva
(adjusted OR= 5.8, 95%CI = 1.9—17.4) and sharing glasses
(adjusted OR= 3.9, 95%CI = 1.2—12.5) were identiﬁed as risk
factors of disease transmission. Of 55 samples tested, 21
were IgM positive. Mumps virus J genotype was isolated in
2 saliva specimens for the ﬁrst time. MMR vaccines were
administered to 806 non-sick students.
Conclusions: A mumps outbreak occurred among students
and teachers in School A. Early investigation and control
activities curtailed the outbreak.
doi:10.1016/j.ijid.2008.05.241
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Background: Group A rotaviruses are the major etiolog-
ical agents of acute viral gastroenteritis in children with
infection prevalence in Malaysia ranges from 6 to 40%.
VP6 is responsible for rotavirus classiﬁcation into groups
and subgroups and VP7 is responsible in the induction
of neutralizing and protective antibodies. The objective
of this study was to characterize the nucleotide and
deduced amino acid sequence of VP6 and VP7 genes in
rotavirus isolates from samples collected in the Klang
Valley, Malaysia and make comparisons against known
sequences.
Methods: Faecal sample collection (Subang Jaya Medi-
cal Centre, Selangor, Malaysia); rotavirus screening by latex
agglutination (Microgen, UK); dsRNA genome extraction
(QIAamp® Viral RNA Kit); genome separation by elec-
trophoresis in TAE buffered agarose gel; excision of segment
6 and 9 and isolation (Genispin); RT-PCR with primer pairs
Beg 6/End 6 for VP6 gene and Beg9/End9 for VP9 gene:
amplicons was separated, puriﬁed and ligated to pGEM®-T
Easy Vector System (Promega); clones screening and gene
sequencing on an ABI automated DNA sequencer, sequence
and multiple alignments; phylogenetic analysis; Restric-
tion fragment length polimorﬁsme (RFLP)-HaeIII, Sau961,
BstyI.
Results: Only ten isolates known as HRUKM1-10 were suc-
cessfully extracted and cloned for their partial VP6 gene
and VP7 gene. Comparison of the nucleotide and deduced
amino acid sequence with registered VP6 gene in the Gen-
Bank revealed that the local isolates have homologies of
between 96—98% and 95—97% respectively within the group
A rotaviruses. Phylogeny analysis showed close relatedness
of the VP6 gene from isolates HRUKM 1, 6, 5 and 10 with
78% degree of conﬁdence. VP7 gene from isolates HRUKM1,
2 and 5 have homologies of 96-98% for both DNA and
amino acid sequences with G1 genotype. As for isolates
HRUKM3 and 4, homologies of 95—97% with G3 serotype
for both DNA and amino acid sequences were noted. The
VP7 gene genotypes for all the isolates were conﬁrmed
by RFLP. All the partial sequences have been registered in
GenBank with respective accession numbers for VP6 genes:
EF028704/EU093981-EU093989 and VP7 genes: EU100945-
EU100949.
Conclusion: This is the ﬁrst report on the molecular char-
acterization of VP6 and VP7 genes from Malaysia based on
nucleotide and derived amino acid sequences. In this study,
initial information on the genetic relatedness and nature of
rotavirus circulating in Klang Valley is provided and can be
use for epidemiology purposes.
doi:10.1016/j.ijid.2008.05.242
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Background: Acute conjunctivitis is a highly contagious
disease that can quickly spread through the community. In
October 2007, a junior high school reported an outbreak
of acute conjunctivitis among its students and staff. We
describe the epidemiology of the outbreak at this school.
Methods: A questionnaire was designed to identify per-
sons who became ill with conjunctivitis. The questionnaire
was distributed to all students and staff at the school on
October 17, 2007. A case was deﬁned as a person who had
red eyes or physician diagnosed acute, non-allergic conjunc-
tivitis lasting for at least one day. A secondary case was
deﬁned as a family member who became ill one to seven
days after a student became ill. Conjunctival swabs were
taken for viral culture.
Results: Of the 681 questionnaires distributed, the
response rate was 93.2%. During September 1 and Octo-
ber 17, 2007, there were 246 cases of conjunctivitis (attack
rate = 35.2%). Of these, 234 (95.1%) had red eyes, 184
(74.8%) had pain, 172 (70.0%) had increased tearing, and 48
(19.5%) had photophobia. Constitutional symptoms, mainly
fever, were present in 32 (13.7%) cases. Of the 988 family
members, 167 secondary cases were identiﬁed (secondary
attack rate = 16.9%). The odds of a case being a ﬁrst- or
second-year student was higher than being a third-year stu-
dent (odds ratio [OR] = 1.7; 95% conﬁdence interval [CI]:
1.1—2.6 and OR= 2.5; 95% CI: 1.7—3.7, respectively). Virus
was isolated from one of three conjunctival swabs taken,
which yielded coxsackie A24 virus.
Conclusions: Coxsackie A24 virus caused acute conjunc-
tivitis affecting 35.2% of the population at this school. The
outbreak was controlled after instituting increased aware-
ness of the epidemic, enhanced hand hygiene practices, and
strengthened disinfection measures of shared equipments.
Younger students were at increased risk of disease possibly
as the result of socio-behavioral differences.
doi:10.1016/j.ijid.2008.05.243
